Escherichia coli is a Gram-negative, rod-shaped bacterium that is commonly found in the intestine of warm-blooded organisms. Most E. coli strains are harmless, but some serotypes can cause serious food poisoning in humans. Here, we present the complete genome sequence of Escherichia coli LCT-EC106, which was isolated from CGMCC 1.2385.
scherichia coli is a Gram-negative, rod-shaped bacterium that is commonly found in the lower intestine of warm-blooded organisms. Most E. coli strains are harmless, but some serotypes can cause serious food poisoning in humans, and they are occasionally responsible for product recalls (15) . The harmless strains are part of the normal flora of the gut, and they can benefit their hosts by producing vitamin K2 (2) and by preventing the establishment of pathogenic bacteria within the intestine (12) . E. coli and related bacteria constitute about 0.1% of gut flora (4), and fecal-oral transmission is the major route through which pathogenic strains of the bacterium cause disease. E. coli is the most widely studied prokaryotic model organism and an important species in the fields of biotechnology and microbiology, where it has served as the host organism for the majority of work with recombinant DNA. The whole-genome sequence was described as Escherichia coli LCT-EC106, which was obtained from the China General Microbiological Culture Collection Center (CGMCC) as CGMCC 1.2385.
The whole-genome sequence was obtained by Illumina HiSeq 2000 at BGI-Shenzhen, China. Two paired-end libraries were generated with average insert sizes of 500 bp and 6 kb following the manufacturer's instructions. The whole genome was sequenced to average depths of 100ϫ and 50ϫ coverage from the two libraries, respectively, with a read length of 90 bp. The high-quality data from a small-insert-size library were first assembled into 227 contigs using SOAPdenovo v1.06 according to the method described previously (13) . Then, these contigs were connected into 38 scaffolds based on paired-end relationships of data from a 6-kb-insert-size library. Putative open reading frames were predicted using Glimmer v3.0 (3). The predicted coding sequences (CDSs) were searched against NR, COG, and KEGG databases. The rRNA and tRNA were identified using RNAmmer (6) and tRNAscan-SE 1.21 (9); the insertion sequence (IS) elements were annotated by ISsaga (14) . Virulence genes were determined by aligning to VFDB (1), and antibiotic resistance genes were detected by BLAST to the Antibiotic Resistance Genes Database (7) .
The draft genome of Escherichia coli LCT-EC106 consists of 5,212,598 bp with a GϩC content of 50.38%. A total of 5,075 CDSs were predicted, with an average length of 898 bp. Virulence-associated factors, including hemolysin operon (HlyCABD), Pap operon, IutA, IucDCBA, F1C operon, antigen 43, KpsTM, ClpB, ShlA/HecA/FhaA exofamily protein, yersiniabactin operon (YbtAUTE), and virulence factor MviMN, were discovered in 11 virulence regions based on searching against VFDB. These virulence regions are highly homologous with eight pathogenicity islands (PAIs) of Escherichia coli CFT073 (PAI-CFT073-aspV, PAI-CFT073-serX, PAI-CFT073-icdA, PAI-CFT073-asnT, GI-CFT073-asnW, GI-CFT073-cobU, PAI-CFT073-metV, PAI-CFT073-pheV) (5, 8, 10, 11) . Multidrug resistance capability was indicated from results based on searching against ARDB (7). A total of 21 antibiotic resistance genes were detected, relating to resistance to ␤-lactam antibiotics, macrolide antibiotics, aminoglycoside antibiotics, acriflavine antibiotics, and polymyxin.
Nucleotide sequence accession number. This whole-genome shotgun project has been deposited at DDBJ/EMBL/GenBank under the accession number AJRI00000000.
